Supplement. Noise removal, taxonomic group distribution and sampling adequacy Table S1 . Total number of sequences for each sample. Sample names are defined by 'P' for P-treated samples or 'C' for control samples, followed by the replicate number. 'D0' stands for samples from experimental Day 0 while 'D3' for samples from experimental Day 3. Tagged reads resemble the initial reads obtained. Good reads are the reads after the removal of short and/or noisy reads. Chimeric reads are the number of chimeric sequences for each sample. Clean reads were the actual reads used for analysis and resemble the total number of individuals (N) of each sample for statistical analyses. The last 2 columns show the percentage of reads removed at each noise removal stage Table S2 . Relative abundances of all bacterial phylogroups (Phylum and Class level for Proteobacteria, where possible). Sample names are defined by 'P' for P-treated samples or by 'C' for control samples. Replicates are pooled. 'D0' stands for samples from experimental Day 0 while 'D3' for samples from experimental Day 3. The 'Unclassified Bacteria' category stands for bacterial sequences without any further possible taxonomic assignment, while the 'Unclassified Proteobacteria' category for sequences belonging to Proteobacteria but without possible taxonomic assignment to Class level Fig. S1 . Rarefaction curve plot for all samples. Each line represents a different sample. OTU: operational taxonomic unit
